Under sulfur (S) deficiency, crosstalk between nutrients induced accumulation of other nutrients, particularly molybdenum (Mo). This disturbed balanced between S and Mo could provide a way to detect S deficiency and therefore avoid losses in yield and seed quality in cultivated species. Under hydroponic conditions, S deprivation was applied to Brassica napus to determine the precise kinetics of S and Mo uptake and whether sulfate transporters were involved in Mo uptake. Leaf contents of S and Mo were also quantified in a field-grown S deficient oilseed rape crop with different S and N fertilization applications to evaluate the [Mo]:[S] ratio, as an indicator of S nutrition. To test genericity of this indicator, the [Mo]: [S] ratio was also assessed with other cultivated species under different controlled conditions. During S deprivation, Mo uptake was strongly increased in B. napus. This accumulation was not a result of the induction of the molybdate transporters, Mot1 and Asy, but could be a direct consequence of Sultr1.1 and Sultr1.2 inductions. However, analysis of single mutants of these transporters in Arabidopsis thaliana suggested that other sulfate deficiency responsive transporters may be involved. Under field conditions, Mo content was also increased in leaves by a reduction in S fertilization. The 
Introduction
It is usually assumed that plants need to maintain a certain level of homeostasis between mineral nutrients. As a consequence, plants must constantly acquire nutrients from soil solution by a complex network of root specific transporters whose expression is usually up-regulated during deficiency (See [1] for N, [2] for K, [3] for S). However, some nutrients might compete for the active site of non-specific transporters [4] . For example, non-selective cation uptake systems that are able to transport both Na + and K + have been identified in plant root cells, such as HKT1 (a high affinity K + transporter), LCT1 (a low-affinity cation transporter) or NSC (non-selective cation channels) [5] . As a consequence, at higher levels of Na + , plants will take up Na + instead of K + [4] . ) and tungstate (WO 4 2-) [6, 7] . Molybdate uptake has long been assumed to occur through the sulfate transporters [7, 8] . Indeed, these two anions are chemical analogs and both possess a double negative charge, a tetrahedral structure, a similar size, and hydrogen-bonding properties [9, 10] and therefore may compete for the binding site of the same transporters [11] .
The sulfate transporter family consists of 12 genes in Arabidopsis that can be subdivided into four groups according to sequence similarities (for review see [3, 12] ). The members of the first group, showing a high-affinity for sulfate, are assumed to be principally responsible for primary root uptake. The members of the second group are localized in the root and shoot tissues and are considered as low-affinity sulfate transporters responsible for translocation of sulfate between roots and shoots. The transporters of the third group are localized in plastid envelopes and seem to be responsible for the import of sulfate into the organelles, but have also other specialized functions, e.g. during Rhizobia symbiosis in Lotus japonicus [13] . Transporters of group four are localized in the tonoplast and are assumed to be responsible for the efflux of sulfate from the vacuoles into the cytoplasm [12] . According to Kataoka et al. [14] , AtSultr4.1 plays a major role in vacuolar efflux of sulphate while AtSultr4.2 could have a supplementary function. A fifth group comprising two isoforms in Arabidopsis (AtSultr5.1 and AtSultr5.2) has been initially annotated as sulfate transporters but their sequences are considerably shorter, around 450 amino acids, compared to nearly 650 amino acids for the other groups [3] and they do not include the sulfate transporter anti-sigma domain (STAS), which is critical in the transport of sulfate and the stability of transporters [15] . Thus, this latest group is different enough to be considered as an independent family (less than 13% identity with other groups) [15] , and indeed, another function has been proposed (see below). Most sulfate transporters (for example Sultr1.1, Sultr1.2, Sultr2.1, Sultr4.1 and Sultr4.2) are strongly up-regulated by S deficiency through increased gene expression as demonstrated in numerous plant species [6, 16, 17, 18, 19] . Fitzpatrick et al. [20] found that uptake of molybdate in Stylosanthes hamata can be achieved by SHST1, a high-affinity sulfate transporter from group 1. Molybdate uptake was not reduced when challenged with a competitive anion such as sulfate, whereas the sulfate uptake via SHST1 was reduced in presence of molybdate [20] . The transporter from group 5, previously annotated SULTR5.2, was then identified as the first molybdate transporter in Chlamydomonas reinhardtii [21] and Arabidopsis [10, 22, 23] and was therefore renamed MOT1. However, the localization and the involvement of MOT1 in the uptake of molybdate remain unclear. Indeed, Tomatsu et al. [22] , using BY2 cells of Nicotiana tabacum L. expressing MOT1 fused to GFP under control of the cauliflower mosaic virus 35S RNA promoter, suggested the localization of MOT1 in plasma membranes and endomembrane presumably in the secretory and/or endocytic pathways. Baxter et al. [23] established its localization in the mitochondria from the analysis of N-terminal mitochondrial targeting sequence further confirmed by the expression of MOT1 tagged with GFP in protoplasts and transgenic Arabidospis. A second molybdate transporter, analysis, decision to publish, or preparation of the manuscript. The Centre Mondial d'InnovationGroupe Roullier provided support in the form of salaries for authors MA, FC and JCY as well as the PhD grant of ES, but did not have any additional role in the study design, data collection and analysis, decision to publish, or preparation of the manuscript. The specific roles of these authors are articulated in the 'author contributions' section. VEGENOV-BBV provided support in the form of salary for author MT, but did not have any additional role in the study design, data collection and analysis, decision to publish, or preparation of the manuscript. The specific role of this author is articulated in the 'author contributions' section. MOT2 (previously named SULTR5.1) was then described in Arabidopsis as being involved in molybdate export from vacuole to cytosol, especially during translocation of molybdate into maturing seeds [10, 24] . Another molybdate transporter also named CrMOT2 has been described in Chlamydomonas reinhardtii [25] but it is different from its namesake described previously. The knockdown expression of this CrMot2 gene leads to a reduction of molybdate uptake proportional to the decrease in its transcript level [25] . More recently, a homolog of CrMot2, (named Asy for Abnormal Shoot in Youth) has been reported in higher plants [26] . Its localization in the plasma membrane together with the severe phenotypes in asy mutants supplied with sufficient Mo suggest that the ASY transporter is crucial for molybdate uptake [26] .
Balik et al. [27] have demonstrated an antagonistic relationship between the sulfate and molybdate uptake by plants. Previous studies in Brassica napus [27] and Brassica juncea [7] showed an accumulation of Mo in response to S limitation. These authors suggested that molybdate binds to the active sites of the root sulfate transporters, which was favoured by the lack of competition with sulfate. Moreover, Shinmachi et al. [6] showed under field conditions that a significant accumulation of Mo in Triticum aestivum plants with low S fertilization was concomitant with the increased expression of root sulfate transporters. It has also been shown that mineral S application leads to a significant decrease in Mo concentration and uptake in B. juncea [7, 28] and Brassica oleracea [29] or that the absence of sulfate in nutrient medium causes a significant accumulation of Mo in Solanum lycopersicum [11] . Considering the effects of S deficiency on the Mo accumulation previously described, it could be hypothesized that the leaf [Mo]:[S] ratio might serve as an indicator of S nutrition to predict S deficiency. For Sdemanding crops such as oilseed rape, S deficiency provokes multiple plant physiological changes leading to losses in yield and seed quality through modified lipid and protein composition of seeds [30, 31, 32, 33, 34] . It has already been suggested that the analysis of plants rather than soil via total S, SO 4 2- 2-] ratios could be used to detect plant S requirements (for review see [35, 36] but these parameters are affected by growth stage and growth rates or need laboratory analyses, making them unreliable as diagnostic indicators [35, 37] . It is therefore essential to find an accurate indicator of plant S status that is suitable as a reliable and relevant diagnostic tool under field conditions in order to evaluate the S requirements of B. napus and other important cultivated species in the context of the high risk of S deficiency.
The main objectives of this work were to study the interaction effects between S and Mo uptake and accumulation in oilseed rape. The first objective was to confirm that Mo accumulation occurred during S deprivation in oilseed rape under controlled conditions, with a precise kinetic description of Mo uptake together with the transcript levels of genes encoding sulfate and molybdate transporters. Additionally, the putative molybdate uptake by sulfate transporters was assessed in atsultr1;1and atsultr1;2 Arabidopsis mutants grown under S deficiency. pore, Darmstadt, Germany) in order to maintain optimal nutrition conditions. After 4 weeks of growth, plants were separated into two batches supplied with a modified nutrient solution chosen in order to achieve S deficiency and to maintain the same concentration of other nutrients: (i) control plants (+S) were grown with 508.7 μM SO 4 2-, (ii) S-deprived plants (-S) were grown with 8.7 μM SO 4 2-(S1 Table) . These nutrient solutions were also renewed according to NO 3 -depletion by monitoring the NO 3 -level in the tank (at the end of the experiment this was about every two days). Four independent samples each consisting of four individual plants were harvested at day 0 and after 1, 2, 3, 7, 13, 21 and 28 days of treatment. Leaves present at the beginning of treatment applications (d0) were identified and marked, and these organs were referred to as "emerged leaves", while leaves appearing during treatments were harvested separately as "new emerging leaves". At each date of harvest, whole roots from control and depleted plants (-S) were also harvested. Thereafter, leaves, petioles and roots were frozen in liquid nitrogen and stored at -80˚C for further analysis. It must be pointed out that roots were freeze dried without any prior rinsing and therefore the root analyses include whatever is bound outside the tissue as well as internal concentration of elements. An aliquot of each tissue was freeze-dried for dry weight (DW) determination and ground, using an oscillating grinder (MM400, Retsch, Haan, Germany), to fine powder for element analysis.
Materials and Methods

Hydroponic experiments and tissue sampling
Arabidopsis . The sel1-8 mutant has been isolated from a genetic screen on selenate tolerance using an EMS mutagenized Col-0 seeds and contains a point mutation in the coding sequence [38] Field experiments and plant sampling Study of different fertilization rates on an S deficient field. The experimental site was selected from a previous study [39] showing an S deficiency in B. napus L. grown in 2009. This field of 11.3 ha was located at Ondefontaine, France (48˚59 '18. 
Multispecies experiment under controlled conditions
In order to assess whether data obtained with B. napus could be extrapolated to other species, experiments using B. oleracea, T. aestivum, Z. mays, S. lycopersicum and P. sativum grown under controlled conditions were conducted under different culture conditions described in S1 File with optimal and sub-optimal S alimentation. Leaves were harvested and frozen immediately in liquid nitrogen and stored at -80˚C until freeze-drying for further analysis.
Element analysis by mass spectrometry
For the analysis of total N and S contents, an aliquot of around 4 mg DW of each plant organ sample was placed in tin capsules for total N and S analysis in order to analyze between 60 and 80 μg N. The total N amounts and S amounts in plant samples were determined with a continuous flow isotope mass spectrometer (Nu Instruments, Wrexham, United Kingdom) linked to a C/N/S analyzer (EA3000, Euro Vector, Milan, Italy). The total N or S amount (N tot or S tot ) in a tissue "i" at a given time "t" was calculated as:
B, Na, Mg, P, S, K, Ca, Mn, Fe, Ni, Cu, Zn and Mo in samples were quantified by High Resolution Inductively Coupled Plasma Mass Spectrometry (HR ICP-MS, Thermo Scientific, Element 2™, Bremen, Germany) with prior microwave acid sample digestion (Multiwave ECO, Anton Paar, les Ulis, France) using 800 μL of concentrated HNO 3 (Thermo Fischer, Illkirch, France), 200 μL of H 2 O 2 (SCP SCIENCE, Quebec, Canada) and 1mL of Milli-Q water for 40 mg DW, except for Arabidopsis for which only 20 mg DW were used. For the determination by HR ICP-MS, all the samples were spiked with two internal-standard solutions, gallium and rhodium (SCP SCIENCE, Quebec, Canada), for a final concentration of 10 and 2 μg.L -1 , respectively, diluted to 50 ml with Milli-Q water to obtain solutions containing 2.0% (v/v) of nitric acid, then filtered on a 40 μm teflon filtration system (Courtage Analyses Services, Mont-Saint-Aignan, France). Quantification of each element was performed using external standard calibration curves. The quality of mineralization and analysis were checked using a certified reference material of Citrus leaves (CRM NCS ZC73018, Sylab, Metz, France). The amount of each element in each tissue was then calculated as previously explained for N and S.
Reverse transcription (RT) and q-PCR analysis
Total RNA was extracted from 200 mg of root and leaf fresh matter as previously described [36] . For RT, 1 μg of total RNA was converted to cDNA with an iScript cDNA synthesis kit according to the manufacturer's protocol (Bio-Rad, Marne-la-Coquette, France). Q-PCR amplifications were performed using specific primers (Table 1) for each housekeeping gene (EF1-α and 18S rRNA) and target genes (BnaSultr1.1, BnaSultr1.2, BnaASY, BnaMot1). Q-PCRs were performed with 4 μl of 100x diluted cDNA, 500 nM of primers, and 1x SYBR Green PCR Master Mix (Bio-Rad, Marne-la-Coquette, France) in a real-time thermocycler (CFX96 Real Time System, Bio-Rad, Marne-la-Coquette, France). A program of three steps composed of an activation step at 95˚C for 3 min and a denaturing step of 40 cycles at 95˚C for 15 s followed by an annealing and an extending step at 60˚C for 40 s was used for all pairs of primers (Table 1) . For each pair of primers, a threshold value and PCR efficiency was determined using a cDNA preparation diluted >10-fold. For all pairs of primers, PCR efficiency was around 100%. The specificity of PCR amplification was examined by monitoring the presence of the single peak in the melting curves after q-PCRs and by sequencing the q-PCR product to confirm that the correct amplicon was produced from each pair of primers (Eurofins, Ebersberg, Germany). For each sample, the subsequent q-PCRs were performed in triplicate. The relative expression of the genes in each sample was compared with the control sample (corresponding to control plants at d0) and was determined with the delta delta Ct (ΔΔCt) method using the following equation: relative expression = 2 -ΔΔCt , with ΔΔCt = ΔCt sampleΔCt control and with ΔCt = Ct target gene −Ct housekeeping gene (for calculations, we considered the geometric mean between Ct of the housekeeping genes), where Ct refers to the threshold cycle determined for each gene in the exponential phase of PCR amplification. Using this analysis method, relative expression of the target gene in the control sample was equal to 1 [40] , and the relative expression of other treatments was then compared with the control. 
Gene
Accession number Forward Reverse
Expression analysis of Arabidopsis was performed as described previously [41] with RNA isolated from root material and using ubiquitin UBQ10 for normalization (see Table 1 for primer sequences).
Statistical analysis
For each measurement, hydroponic experiments on B. napus were conducted with four independent biological replicates constituted of four individual plants, except for q-PCR analysis, which was conducted with three biological replicates. Data are given as mean ± SE for n = 4 (or n = 3 for q-PCR data). All data of the hydroponic experiment were analyzed by Student's test (Excel software) and marked by one or several asterisks when significantly different between controls and S-deprived plants ( Ã P<0.05, ÃÃ P<0.01, ÃÃÃ P<0.001). Under field conditions, for the study of different fertilization rates on an S deficient field, three replicates corresponding to a pool of 20 leaves of 20 independent plants were collected. Data are given as mean ± SE for n = 3 and were analyzed by Student's test (Excel software) and marked by different letters when they were significantly different between treatments at a given date, at P<0.05. All experiments on different species in controlled conditions were conducted with four independent biological replicates, except for P. sativum culture with three replicates. Data are reported as mean ± SE for n = 4 (or n = 3 for P. sativum data). All data of the multispecies experiment were analyzed by Student's test (Excel software) and marked by one or several asterisks when significantly different between controls and S-deprived plants (
Results S deprivation reduced S, N, K, Ca, B and Na uptake but strongly increased Mo uptake B. napus plant growth rates were similar for control and S-deprived plants until the 7 th day of S deprivation ( Fig 1) and were then significantly reduced. For example, after 21 days, the biomass of S-deprived plants decreased by 29% compared to the biomass of control plants. To overcome the biomass reduction, a theoretical uptake by S-deprived plants was calculated for each nutrient (Fig 2) using the DW of control plants and the nutrient concentration measured in S-deprived plants. This theoretical uptake reflects the uptake expected by S-deprived plants if DW production was identical to control plants. As expected, after 21 days of S deprivation, no significant of S occurred. The uptake of some nutrients was reduced in line with the reduction in the growth rate or more strongly: for N (-8.7 ± 1.06%), K (-20.2 ± 0.88%), Ca (-22.0 ± 2.41%), Na (-23.4 ± 1.85%) and B (-52.9 ± 2.82%). Conversely, S deprivation strongly increased the uptake of Mo by 197.0 ± 10.73%. The uptake of P, Mg, Fe, Cu, Zn and Mn were not significantly affected by S deprivation.
S deprivation strongly and immediately increased uptake of Mo without induction of molybdate transporter genes
In S-deprived B. napus, plant S content (Fig 3A) remained at a nearly steady state level, revealing a lack of significant S uptake from potential trace amounts in the nutrient solution. In control plants, the plant S content steadily increased with time and was significantly higher than in S-deprived plants from 3 days of S deprivation. Plant Mo content ( Fig 3B) (Fig 3D) . A very strong accumulation of BnaSultr1.1 transcripts occurred during the first 7 days and remained at a steady state level between 7 and 21 days. The BnaSultr1.2 transcript level was also significantly up-regulated, but to a lesser extent than BnaSultr1.1 in response to S deprivation from the first day of treatment. In contrast, expression of genes encoding root molybdate transporters (BnaMOT1 and BnaASY) (Fig 3D) was not affected by S deprivation despite the strong increase in Mo uptake by S-deprived plants (Fig 3B) . The relative expression of BnaSultr1.1 appeared to be correlated with Mo uptake (polynomial order 2, R = 0.98) during the 21 days of S deprivation (insert Fig 3D) .
To test whether the increase in [Mo] is indeed caused by increased activity of sulfate transporters, we analysed Arabidopsis thaliana mutants in Sultr1.1 and Sultr1.2. The wild type Arabidopsis (Col-0), when submitted to S deficiency strongly increased the transcript levels of AtSultr1.1 and Atsultr1.2 as well as those of marker genes for sulfate deficiency AtSDI1 and AtAPR3, which encode for a sulfur responsive gene and an adenosine 5 0 -phosphosulfate reductase, respectively (Table 2) . At the same time, leaf S content was reduced by 55% and leaf Mo content was increased by 571%. In control conditions the sultr1.1 mutant shows leaf S and Mo contents identical to wild type. In S deficient conditions, S (-56%) is decreased to the same degree as in Col-0. The increase in Mo (+433%) leads to similar Mo concentration as in wild type (Table 2) . Interestingly, AtSultr1.2 was not up-regulated by S deficiency in this mutant despite similar S concentrations. In the sultr1.2 mutant (Table 2) , leaf S content was lower than in Columbia ecotype under ample S supply and was further decreased by S deficiency (-27%), but only to levels found in the wild type. Molybdenum was lower compared to wild type in control conditions, similar to S, and accumulated (+729%) under S deficiency but reached a lower concentration than in wild type or in sultr1.1 KO mutant. In the sultr1.2 mutant the transcript levels of the four genes, AtSultr1.1, AtSultr1.2, AtSDI1 and AtAPR3 were higher than in wild type and sultr1.1, and were up-regulated by S deficiency (Table 2) . Interestingly, the ratio of [Mo] to [S] is identical in all three genotypes under control conditions, despite the differences in S content, but at S limiting conditions the ratio is higher in wild type than in both mutants. This suggests that both transporters contribute to Mo accumulation but are not the only and/or main drivers.
In leaves of S-deprived plants, Mo and S contents changed in opposite ways
Under hydroponic conditions, no matter which leaves were assayed (emerged leaves or new emerging leaves), the S content steadily increased with time in control plants (Fig 4A and 4B) . Predictably and according to deprivation, in emerged leaves from S-deprived plants the S content significantly decreased as early as 2 days after S deprivation (Fig 4A) . The S content decreased with the same pattern in new emerging leaves (Fig 4B) . Molybdenum content In the sultr1.2 mutant the transcript was present, because the gene is inactivated by a point mutation in coding sequence [38] . steadily increased with time in the two groups of leaves of control plants but the accumulation of Mo was significantly and rapidly (from 1 day) increased by S deprivation and until the end of the experiment (Fig 4C and 4D ). Compared to control plants, the Mo content in emerged leaves (Fig 4C) was increased by 197% and 84% after 7 and 28 days of S deprivation, respectively. The increase in Mo content was even more pronounced in new emerging leaves ( Fig  4D) where it increased by 637% and 253% after 7 and 28 days of S deprivation, respectively. In these two groups of leaves, the (Fig 5A-5C ) was decreased significantly in mature leaves by a reduction in S fertilization (from 36, 12 to 0 kg S ha -1 ), whatever the level of N fertilization (65 or 125 kg N ha -1 ). The highest Mo content (Fig 5D and 5F ) was found in mature leaves of plants receiving N fertilization and with no or low S fertilization (0 or 12 kg S ha -1 ). The [Mo]:[S] ratio (Fig 5G-5I ) differentiated the plots according to S fertilization: 0, 12 and 36 kg S ha Interactions between N and S fertilization were also found. It can be assumed that the growth rate was mostly dependent on the N fertilization rate. For example, 15 days after S fertilization, the biomass of mature leaves was 5.03 ± 0.38 g DW leaf -1 in unfertilized plot (N0S0) whereas in plot with 65 kg N ha -1 and 0 kg S ha -1 (N65S0) the biomass was 6.70 ± 0.01 g DW leaf -1 (P<0.01). The supply of N mineral fertilization had a direct negative consequence on S content in leaves as a result of the increased growth rate. Indeed, without S supply, N fertilization significantly reduced the leaf S content after 15 days (Fig 5A, N0S0 versus N65S0) or after 47 days (Fig 5C, N0S0 versus N125S0) . Consequently, the Mo content in leaves was increased by N fertilization of 65 (Fig 5E, N0S0 versus N65S0 or N65S12) or 125 kg.N ha -1 ( Fig   5F, N0S0 versus N125S0) . As a result, the [Mo]:[S] ratio was significantly lower (Fig 5G, 5H or 5I) in the absence of N mineral fertilization in mature leaves (N0S0), than in N fertilized plots with no S (N65S0 in Fig 5H and N125S0 in Fig 5I) , therefore reflecting lower S requirements of plants without N fertilization.
In the same way, plant growth was stimulated by a second N fertilization of 60 kg N ha ). In contrast, the N fertilization rate had no significant effect on the Mo content of mature leaves (Fig 5E compared to Fig 5F) . As a result, when comparing mature leaves of plants receiving 125 kg N ha -1 (Fig 5I) to 65 kg N ha -1 ( Fig   5H) , , 2.83), respectively. Such thresholds would allow clustering of the plots into three groups: S sufficient (ratio <1.61), at risk of S deficiency (ratio between 1.61 and 2.83) and S deficient (ratio >2.83). This classification into three groups has been tested on 45 commercial oilseed rape crops from different locations in France and for which mature leaves were harvested before flowering and S fertilization (Fig 6) . The use of these threshold values suggested that 18, 24 and 58% of the crops were classified as S sufficient, at risk of S deficiency and S deficient, respectively. Because it was previously found that S deprivation strongly decreased N, K, Ca, B and Na uptake under hydroponic conditions (Fig 2) , a principal component analysis was performed using the mineral composition of old leaves of theses 45 commercial oilseed rape crops ( S3 Fig). While an inverse relationship between Mo and S contents in old leaves was retrieved, other relationships between S and other minerals found under hydroponic conditions, were partly (S and N) or totally hidden (S and Ca) due to multiple interactions occurring under field conditions.
Test of genericity of the [Mo]:[S] ratio as S-deficiency indicator
The [Mo]:[S] ratio was calculated in leaves of other cultivated species: B. oleracea, T. aestivum, Z. mays, P. sativum and S. lycopersicum, grown in controlled conditions. In all species, S content was significantly reduced and Mo content was significantly increased by S deficiency (Table 3) . For example, in B. napus the Mo content increased as early as 1 day after deprivation, in T. aestivum as early as 2 days and in Z. mays as early as 5 days of S deficiency, whereas the S content was reduced later. Consequently, the [Mo]:[S] ratio was highly and significantly increased by S deficiency following 1 day of treatment in B. napus, 2 days in T. aestivum, 5 
Discussion
Perturbations of Mo homeostasis by non-specific transport of molybdate and sulfate
It is usually assumed that plant nutrient contents are tightly regulated through balanced activities of membrane transporters that mediate the uptake and distribution of nutrients so that a relative compositional homeostasis is maintained. However, under deficiencies, crosstalk induces unavoidable accumulations of some nutrients that upsets the balance and modifies the ionomic composition of plant tissues [23] . In our study, among all mineral nutrients, only Mo uptake was strongly increased by S deficiency in B. napus (Fig 2) leading to its accumulation in leaves (Fig 3B) . From the first day of S deprivation, the Mo content was dramatically increased by 128% in S-deprived plants relative to plants continuously supplied with S. This accumulation of Mo in response of S deficiency has previously been reported in Brassicaceae species. Schiavon et al. [7] reported that S deficient B. juncea accumulated significantly more Mo than control plants. Conversely, the supply of S significantly decreased the uptake of Mo by B. oleracea [29] , B. juncea [28] and by B. napus [27] .
Two root membrane molybdate transporters have been reported so far as responsible for Mo uptake in plants: MOT1 [22] and ASY [26] . In our study, under S deprivation, the expression of BnaMot1 and BnaAsy remained similar to control plants (Fig 3D) and consequently, it may be assumed that the increase in Mo uptake was not a result of an induction of these specific Mo transporters. This is consistent with previous work reporting that root TaeMot1 expression in T. aestivum was not significantly affected by S deficiency despite increased concentration of Mo in plant tissues [6] . Indeed, the involvement of MOT1 in plant Mo uptake remains unclear as although Arabidopsis mot1 mutants and accessions with lower expression of MOT1 accumulate less Mo, recent results established the localization of MOT1 in mitochondria [23] and not in plasma membranes and in vesicle membranes as previously proposed [22] . Alternatively, some authors have suggested that the accumulation of Mo could be due to non-specific transport by sulfate carriers [7] . Indeed, molybdate and sulfate through their similar chemical properties (charge, size, structure, bonding-properties) could compete for the same binding sites [9, 10] . In our results, others genes (BnaSutr1.1 and BnaSultr 1.2) encoding high-affinity sulfate transporters of group 1 have been studied in order to clarify their ability to also transport molybdate. The increased uptake of Mo in S-deprived plants was strongly correlated with an increase in BnaSultr1.1 expression at least during the first 7 days (Fig 3D) . Similarly, in T. aestivum, under S deficiency expression of genes encoding the sulfate transporters, TaeSultr1.1 and TaeSultr4.1, increased and coincided with a 3.7 fold increase in Mo contents in grain [6] . Considering the relationships between Mo uptake and the expression of BnaSultr1.1 (Fig 3D) , single mutants of Arabidopsis thaliana were used to determine the role of AtSultr1.1 and AtSultr1.2 in the stimulated uptake of Mo during S deficiency (Table 2 ). Only in the sultr1.2 mutant, the Mo accumulation was reduced compared to Col-0 wildtype under both control and S deficiency conditions, suggesting that this transporter is partly involved in root Mo uptake while increased transcription of At Sultr1.1 could be additionally involved in the leaf accumulation of Mo. However, the sultr1.1 mutant retained the capacity for increased Mo uptake under S deficiency, without increased expression of AtSultr1.2 gene (Table 2 ). This suggests that others root transporters, responding to S deficiency, may be involved or that activity of root sulfate transporters is also strongly regulated at the post-transcriptional level. Data on a double KO mutant for atsultr1;1 and atsultr1;2 can be found on the Purdue ionomics information management system (See [42] and http://www.ionomicshub.org/arabidopsis/ piims/showIndex.action) as well as [43] . In this mutant, S and Mo contents are reduced compared to the wild type, suggesting that these two transporters could be involved in the uptake of S and Mo. Therefore, the overall results suggest that a very early increase in Mo uptake following S deprivation is, at least partly, a consequence of the strong and early increased expression of Sultr1.1 and AtSultr1.2 encoding root sulfate transporters.
A potential indicator derived from early molecular events
Under field conditions, the Mo and S contents also changed in opposite ways in leaves of plants submitted to different S fertilization rates. The lowest Mo contents were found in leaves of plants with the highest S fertilization that had the highest S content. Reciprocally, the highest Mo and lowest S contents were found in leaves of plants supplied with the lowest S fertilizations ( Fig 5A-5F and S2 Fig) . Similar low Mo content in leaves in S fertilized plants and a range of leaf concentrations (i.e. between 1 and 3 μg g -1 DW) have been previously reported in oilseed rape plants [27] and in cabbage [29] under field conditions. However, the leaf Mo contents obtained in our field experiment were lower than those found under hydroponic conditions. This can easily be explained by the fact that the Mo concentration in the nutrient solution was far higher than in the soil solution, nevertheless, the trend of Mo accumulation during S deficiency was similar. Because of the opposing variations in leaf S and Mo contents, the [Mo]:[S] ratio was lower in plants with an optimal S fertilization than in plants with reduced S fertilization (Fig 5G-5I and S2 Fig) . In our study, the [Mo]:[S] ratio therefore discriminated different rates of S fertilization and revealed the S status of plants.
It was also found that the increase in plant growth rates that were triggered by N fertilization increased plant S requirements, resulting in a decrease in the S content in oilseed rape leaves under field conditions (Fig 5A-5C and S2 Fig) as previously reported [44] . A second N fertilization (60 kg ha -1 ) had no major impact on the Mo content of leaves, while the leaf Mo content was lower in N unfertilized plants (Fig 5E compared to Fig 5F and S2 Fig) . (Fig 5H and 5I and S2  Fig) . Nevertheless, this ratio still allowed differentiation of the plots with different rates of S fertilization.
To allow the effective use of the [Mo]:[S] ratio under field conditions, threshold values are required to estimate the S status of oilseed rape crops, and a first estimation has been calculated from a field experiment using different levels of S fertilization. According to these threshold values, three S status groups were defined: S deficient, at risk of S deficiency and S sufficient, with the additional intermediate class taking into account the area of uncertainty. The study of 45 commercial oilseed rape crops in France suggested that more than 50% were potentially S deficient (Fig 6) , highlighting the need for optimizing S fertilization practices. However, more accurate determination of [Mo]: [S] ratio threshold values would require a larger set of experiments during which S fertilization would need to be modulated and the effects on seed yield and quality monitored.
Because oilseed rape is well known for its high S requirements, other cultivated species such as B. oleracea, T. aestivum, Z. mays, P. sativum and S. lycopersicum have been tested (Table 3) for their response to S deficiency. In all of them, the leaf [Mo]:[S] ratio was significantly increased by reduced S availability, as a result of a decrease in leaf S content coupled with an accumulation of Mo. The same was true for all three Arabidopsis genotypes ( Table 2 ). The general response pattern can also be supported by results from the literature with the same or different species, for example, globe amaranth (Gomphrena globosa) [45] , cabbage [29] , wheat [6] and tomato [11] . A decrease in the [Mo]:[S] ratio resulting from an inadequate S supply seems to be a general response of higher plants, whatever their intrinsic requirements for S.
Overall, the analysis of the leaf [Mo]:[S] ratio is a practical alternative to detect early S deficiency under field conditions, given that molecular indicators require laboratory analysis and use of control plants, which are not easily performed under field conditions. Alternatively, new breakthrough technologies using X ray fluorescence or laser metal analysis, also available as portable field tools, would allow an easy quantification of the 
